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Orgyia, 198, 199, 204, 206 
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Ornithorynchus, 127 
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Oryctolagus, 186 
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Oryza, 315 
sativa, 308, 309, 468 
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Ourebia ourebi, 93, 94 
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Gatesy, R. DeSalle, and K.-Y. Wei, 92-116 
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Pelea capreolus, 93, 94 
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Peridea, 198, 199, 204, 206 
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hybrida, 308, 309, 469 

Phalangeridae, 435, 436 

Philosophy, 497-510 

Phoebis, 198, 199 

sennis, 196 
Phrynosomatidae, 387-418 
Phylogenetic 
analysis, 278-287, 288-291, 449-459 
estimation, 329-342 
hypotheses, 155-173 
structure, 430-437 
systematics, 27-40, 212-221 
tree, 560-564 
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molecular, 194-211, 369-386, 467-481 
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Salpiglossis, 471, 473, 478, 479 
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Sarcopterygii, 155-173 
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Sceloporus, 144, 382 
dugesii, 411 
grammicus, 387-418 
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anriae, 440 
arrowi, 440 
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barkeri, 440 

bistrigicollis, 440 
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capeneri, 440 

cinereus, 440 

cognatus, 440 
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dealbatus, 440 

endroedyi, 440 
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nanus, 440 
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planipennis, 440 
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pondo, 440 

prasinus, 440 
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spatulatus, 440 
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Solanaceae, 282, 308, 467-481 
Solandra, 478, 479 

grandiflora, 469 
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lycopersicum, 469 
tuberosum, 328 
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Species 
concepts, 11-26 
trees, 58-77 
Species diversity: land and sea compared, John C. 
Briggs, 130-135 
Sphingidae, 196 
Spilosoma, 198, 199, 204, 206 
virginica, 196 
Spodoptera, 198, 199, 204, 206 
frugiperdis, 196 
Squared-change parsimony, 573-578 
Statistical properties of the maximum likelihood 
method of phylogenetic estimation and compar- 
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(rev.), 139-148 
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action: PCR selection and PCR drift, Andreas 
Wagner, Neil Blackstone, Paulyn Cartwright, 
Matthew Dick, Bernhard Misof, Peter Snow, 
Ginter P. Wagner, Janet Bartels, Mike Murtha, 
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Symmerista, 198, 199, 206 
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phylogenetic, 212-221 
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Tachyglossus, 127 
Tapirus, 125, 126 
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Recent, 155-173 
Taxon names, 124-130 
Taxonomy, 497-510 
Technique, bootstrap, 424-430 
Telorchis, 297 
Tests, permutation, 430-437 
Tetrahymena 
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Thermus aquaticus, 14 
Thomomydoecus, 71 
Thomomys, 11-26, 70, 71 
bottae, 11-21, 23, 26 
townsendii, 11-21, 23, 26 
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Trachemys, 554, 556 
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comparison metrics, 78-91 
mapping, 58-77 
phylogenetic, 560-564 
Trees, 
consensus, 78-91 
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gene, 58-77 
reconciled, 58-77 
species, 58-77 
Tribolium, 307 
Tritures cristatus, 162 
Triturus, 554 
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Wallabia, 87 

Wei, K.-Y., see Vrba, E. S., — 
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character, 194-211, 278-287, 526-542, 564-566 
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Xantusia, 552 

Xenopus, 181, 183-186, 193, 395, 406, 554 
borealis, 162 
laevis, 162, 177, 178, 515 
tropicalis, 162 

Xerobates agassizi, 554 

Xiphophorus, 72 
alvarezi, 73 

Xodon 
xodonensis, 27, 28 
yodonensis, 27, 28 
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